Gene function inference from gene expression of deletion mutants.
Expression data from knockout mutants is a powerful tool for gene function inference, permitting observation of the phenotype of a deleted gene on the organismal scale. A computational method is demonstrated herein to assess gene function from gene expression measured in deletion mutants using Bayesian decomposition, a matrix factorization technique that permits the extraction of patterns and functional units from the data, i.e., sets of genes belonging to the same pathways shared by sets of knockout mutants. ClutrFree, a cluster visualization program is used to aid in the interpretation of functional units and the assessment of gene functions for a subset of unknown genes.